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NCBI Probe -
http://www.ncbi.nlm.nih.gov/probe
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Granularity of NCBI Probe data —
same name, different techniques

v"-_': NCBl Resources (¥ HowTo ¥

Probe |Probe |

TG174|
Save search Limits  Advanced

Display Settings: & Summary Send to: ~|

Results: 3

[T STS probe TG174

1. Accession: Pr012790551 1D: 12790551
Hame: TG174
Type: STS

[T Solanum lycopersicum CAPS probe TG174
Accession: PrO06097453 1D: 6097453
Hame: TG174
Type: CARS
Application: genotyping

Target organism: Solanum ycopersicum

2

[T Solanum lycopersicum RFLP probe TG174
Accession: PrO02245415 |D: 2245415
Hame: TG174
Type: RFLP
Application: genotyping
Source organism: Solanum kcopersicum
Target organizsms: Capsicum annuum; Selanum kcopersicum; Solanum peruvianum; Solanum pimpinellifolium; Solanum pennelii;
Solanum habrochaites; Capsicum chinense; Capsicum annuum x Capsicum chinense
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Granularity of NCBI Probe data —
same name, different organism

= NCBI Resources @ HowTo ¥ & NCBI Resources @ HowTo &

Probe [Probe | T6174| Fes [Probe =] | paoss |

e aarchilmis I Advanc Save search  Limits  Advanced

. . Display Settings: ~] Summa Send to:
Display Settings: ~ Summary J " Sendto: )
Results: 2

Results: 3
[T Hordeum vulgare RFLP probe pAD86 for cold-requlated mRINA (MB0733)

[T STS probe TG174 1. Accession: PrO04066340 ID: 4066840

1. Accession: Pri12780351 ID: 12790551 Name: pA0B6
Hame: TG174 Type: RFLP
Type: STS Application: genotyping

Source organism: Hordeum vulgare
Source sequence: MEITI2

[T Solanum lycopersicum CAPS probe TG174 Target organism: Hordeum vulgare
2 Accession: PrODS097453 ID: 6097453

Name: TG174 [T Glycine max RFLP probe pA086 for T134012 Soybean RFLP probe Glycine max genomic clone A086 (AQ841762) and 3 more

Type: CAPS 2. seguences

Application: genotyping Accession: Pri03847552  1D: 3847552
Target organism: Solanum ycopersicum Name: pADSS
Type: RFLP
[T Solanum lycopersicum RFLP probe TG174 Application: genotyping
3. Accession: Pri02246415 ID: 2246415 Source organism: Cche fmax
Source SEeqUences: 4 SEQUENCES
Hame: TG174

Target organisms: Glycing max; Glvcine soja
Type: RFLP

Application: genotyping
Source organism: Solanum kcopersicum
Target organizsms: Capsicum annuum; Selanum kcopersicum; S
Solanum habrochaites; Capsicum chinense; Capsicum annuum x Capsicum chinense
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Display of synonym data — multiple
probes with identical synonym

= NCBI Resources

Sign in to NCBI

Probe

Seguence:

FProbe Probe

-| |AFLP11

Save search Limits

Display Settings: Summary

Results: 4

-
1.

N

L8]

-
4.

AFLP probe set AFLP11

Accession: Pri31976813 |1D: 31976813
Name: AFLP11
Type: AFLP

Theobroma cacao AFLP probe set EA0MB0G62
Accession: Pr031905623 |D: 31905623
Hame: E40ME0G2
Aliase: AFLP11
Type: AFLP
Target organism: Theobroma cacao

AFLP probe set AFLP11

Accession: Pr031899717 |1D: 31899717
Name: AFLP11
Type: AFLP

Avena strigosa x Avena wiestii AFLP probe set E34M56

Accession: Prl31870007 |1D: 31870007
Hame: E234MS56
Aliase: AFLP11
Type: AFLP
Target organism: Avena strigosa x Avena wiestii

Display Settings: [~] Summary

Advanced

Send to:

Send to:

Help

Filter your results:
All (4)
Wariation (0}
Silencing (0)
Expression (0)

Manage Filters

Results by taxon =
Top Organisms [Tree]

Avena strigosa x Avena wiestii (1)
Theobroma cacao (1)

Find related data
Search details i

Recent activity i
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Genetic map processing
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CloneDB -
http://www.ncbi.nlm.nih.gov/clone/
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CloneDB — metadata and placement

-
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CloneDB — metadata and placement

Glyacine max Willlams BAC lNbrary #1

("' N
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Glycine max Willlams BAC library #1

Litsrary Summary

Litsrary Abbravinton:
)

Vector typa(s):
# clones Clone DR:

Linrary Uetans

| Ganome view || Clone Piscemenes | dSed |0 |

Genome View
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NCBI RefSeq -
http://www.ncbi.nlm.nih.gov/refseq/

— SINBLOOOIC04 A
= Q s
S b 1 < w24l \
1| 7/ X \
/
kL short oligonucleotide X .
dbEST t&\‘/" T T
\ ! \
1 - 20 BRU033SLYT 8- ( NCBI Probe ) P
d \ “\. ./ ’
ﬂ__n: O S /J/r I
SRA |1 S .- {
HTG L : .
_ - PN = genotyping loci
/ TSA "1 ” {
’ U . Genetic maps
/ L :
, -
! CON ‘ |
’ |
[ 4
I
!
[
I
1 >
i\ ‘
\
N\

( NCBI Gene |~

~ 7~ A."‘-. B Lo S '
\\‘—Hf RefSeq \ -

PAG XXIII, 2015 National Center for Biotechnology Information :-) e (4
o Ny




Zea mays CASP-like protein 13 (LOC100276350), mRNA
NCEN Reforence Sequence: NM_001150158 1
EASTA  Graghicy

@us

Lcus

M 001150139 72 pp BRNR lisear  PLU 12.0CT-2014

DEFINITION Zes mays CASP-like protein 13 (LOCI00276350), s8N,

W4_0011501%%

54 _Q01160153.1 EBI1226500143

Befleq.

s Tayn

I3 mAys

lhh:’eu Viridiplantee; 3 = : : T Y=

Sperpacophytar Msgnolicghysa: Lilicpeids: muu ZFoecess: FAQAD

clede: Fen; iea.

$ {peses 1 to 377)

Aleaandrov MM, Broves W, Treidin 3, Troukhan ML, Tacerisowva TV,

Ihaag M, Swaller TV, Lu YP, Bouck J, Flavell R0 end Feldmazz 3.

Izalghts inro cora Jenes derived from large-scale cDHA sequencing
Ll

18337034
PEOVISICRAL mmmmmmncmmnumﬂ
BCAI review. The it feom ENOGISES. 1.

Evidenoe-Data-START M
Transcript exca combinavics :y EUSELESS.1 [BDO:0000232)
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Display Settings; ¥ GenBank

Homo sapiens toll-like receptor 4 (TLR4), transcript variant 3, mRNA

NCBI Refarance Saquance: NM_002266.3
EASTA  Graphics

Som:

LoCUS
DECIRITION

National Center for Biotechnology Information %

IM_003266 9721 bp  RMA  lipear ERI 23-MRY-2014
Homo sapiens toll-like P 4 (TL&4), verient 3,

mENA.

NM_003266 NR_024168

NM_D03286.3 GIr373432601

RefSeq.

Momo zspiens (human)

EOIID Sapiens

" Yias Bathosias B

Catarrhiniy Hominidae; Homo.

1 (beses 1 to 578L)

Chen YY, Jaiau AL, Wang 3, Yang J5, Chang 37, Wa CL and Wa I3,
Zhankulc aocid X isclaved ﬂﬂl Tal 8 cAmphoyacus Ls a nml
xalective TLR4/MD-2 ist with anti-infl

J, Immnol. 182 (8], 2778-2786 {2014)

Rock YL, Macdiman G, Timana JC, Kastelein RA and Sazan JT,

A family of human ly celated to le Tell
PFroo. Ravl. Acsd. Soi. U.8.A. 95 (2], 5EB-633 (1558)

BASSEIE

L0 (bases 1 cto B781)

R, T mnd 3 y CR Jr.
A human homologue of the la Tell signals on
of sdeptive immunit:

9237782

REFIZQ: Thix rezord haa been curated by NCBI atafs. Tha
reference sequence was derived from DRLE7958.1, BC143841.1,
BCO25394.1, AKI36125.1, BZ622357.1 and CAZ1E008.1.
Cn or before Jan 21, 2012 this sequence version replaced
G4:207028431, " g410034147,

Toll-like receptor (ILR) family whick plays & fundamental role in
pathogen reoognition and aotd on of innece . TLRs are
highly consscved from & tc hunmans and sharw structurel and
funovionsl similavities, They recognize pathogen-assooisved
L L that arm en =qenta




EBS025022, ERS025524 [ECO:000634%]
##Evidence-Data-ENDH
COMPLETENESS: cosplete ca the 3' end.

S iiteacs teia PEEEE DRI REFSE]) SEN PRDSRY TIEBTIFTER PROVARY SEAN o
TEATTEES Lecation/Qualifiers 1272 m18798E.1 1-278
soaros 1..872 273-2330 3143841 2102
forganisn="Zes zmys” 20213282 300252941 2480-2741
o 32435181 2E2E155.5 2338-401%
e 5162-3603 3:622357.0 121567
e 5608-3781 TI18006.1 386-558
== 1.8z FEATIRES Locatien/Quatifiers
/gEne="10C100276350" szurce 1..5781
/noze="CASP-iike procein 1::' [organise="Scec sapiczs”
/db_xref="Gen=TD:100275350 /mal_type=am
/gene="10C100276350" fdb_xref="tzEca: 506"
/ncte="znCASFLSB3" {chrcpogome="3"
Jfcodee start=1 - -
/pmmcr;'GSE-hke pretein SB53° = 1..5080
/ : 34="NF 001143§31.1% —‘ fgeme="TIRL"

/db_xref="GI:226508150 . i . . .
/db_xref="GeneID:100275350" Joeze synomym="ARMDIG; (D28¢; TIB-4; TOLL
= VVESEEIWSQALS foote="toll-l1ize receptor &

fdb_xref="GezeID:7095"

/db_xrei="Ba¥C:HERC:11230°

misc feature Jdb xrei="MIM:£03032"
/gene="10C100276350" = —
/experipent="experizenzal evidemce, no 2ddicticnal details TmrxT
recorded” Jgzze="TLR4"
/acte="propagated from UniProt¥S/Swiss-Proc (BETSSC.1); fgzze aynome="ARMD1D; (T284; TiR-4; TOLL"
Transmesbrans region” Jinference="aligmeent:Splign:1.39.8"

mc bt S2H-M = 392..511
/gene="10C100276350" . [oEme="TIRAT

/upe{:.snw'wenxml evidence, no additicnal detaiis /geze_synonye="ARMDIO; (DQ84; TIR-4; TOLL”
finference="aligmeent:Splign:1.39.8"
msc feature #01..403
{oeze="TLR{"
{oeze synomye="ARMDIS; (T284; TIR-4; TOLL®
/oote="upstream in-frame stop codon”
512..678
Joeze="TLR4"
o inzve s:morme="20MNIN- fTE1. TIR-&e TOTI®
L 1 that arw on sqeata,

I
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Annotation

INSDC
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1 S
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i

=
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Eukaryotic Genome Annotation

* Input “substrate” is a RefSeq genome (contigs or
chromosomes)

* Input “reagents’” are sequence records:
* INSDC mRNA
* INSDC protein
« EST
* RNA-seq
* NM/NP RefSeq

 Output is a collection of RefSeq nuc/prot pairs, each
pair belonging to an associated NCBI Gene record

-~ NS
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Curated RefSeq genomic
sequence alignment

Known
RefSeq
transcripts

Yy

NV

Reagents

* RefSeqs, GenBank transcripts and proteins
* RNA-seq data

Alignments

e Splign and proSplign

Best
Alignments

e Filter to obtain best alignments

Predict
Models

e Gnomon predicts gene models, best
models added to RefSeq set (XM_/XP, XR_)
S

Ortholog calls

S
e Based on protein identity and synteny

calculation
J

Data formatting

[ o —

( Mucleotide O (Protein O

Assign gene
IDs and names

9
* Orthology used to assign names and locus

types

*Speed (5-10 days), *RNA-seq data for gene prediction, *using aligned
transcripts for ‘gap-filling’, *enhanced public reports

Visit Poster PO051 for more on genome annotation



Plant genomes — as of 2015

* 146 plants have 246 nuclear genomes submitted
* 43 of these plants have chromosome assemblies

* 561 plants have only organelle genomes submitted

« 31 plants have annotated genomes
* 4 are presented with the submission annotation

-~ NS
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Map Viewer -
http://www.ncbi.nlm.nih.gov/mapview/
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Map Viewer — display tool for
genome units

Genetic Maps Sequence Maps
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Text search for gene name — the
backdoor to unplaced sequence

AICRY

fnd | AdvarcedSast |

Cucumis melo (muskmalon) genome view HLAST search Cuscavms mal S
Anectasos Haleasa 100 stattithes

8
At presest, noae of the scafiolds or corngs Som the canress poblic WGS 2ssembly have baen placed cu chiomosonies so
you caznct beowse the sequence data by chromosorse Yo can find sequasced repoms of imterest by querynz Map
Viewer with 2 peas symbol or acosssion zumber: You can also identify penes of imezest by

o Seaschmg Gene for mrakimelon geess and followng the bok 1o Map Viewer

o Searchag the sequence weng BLAST aganst the pesome. Results from @ BLAST sequenie sbgarnent 2an be
dsplayed in Map Viewer by followieg the Jak in Relared laformmace’ t the nght of the aliparsent

Lineage: Evcaryota; Vindiplmnae; Sasptoginty, Enieyopintz, Trach=opiyts: Spermasopintz, Mumebogints,
eudicony edors, Gemmendye, Pextapetior: ouads, fsbuds Cocurbetaley; Cucrbityceas;, Bemmrasesr: Cocumn
Crcumu mely

Oocsnts mals 14 an mtertsent rron ueeldunde Croterd rerrens conudere Deress Armersa md adarent sreac in be the
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Text search for gene name — the
backdoor to unplaced sequence

3
()
W
- el | kel | ey (0 E ot Aduamact Lass |
Advarces Saand |
Catamis mov2 (revsimnion) Qescos view BLAST sonnch Lovowm aekd qmences

Cucumis molo (muskmaion) genome view
Ansccason Helease 1 stattaties

HUAST search Cucavry mal sequencis Awaaies Iiasme 1wty

8
fxpd S ey

8

At presess, noae of the scaffolds or corngs Som the canest poblic WGS 2ssembly have baen placed cu chiomosones 10

you caznct beowse the sequence data by chromosorse Yo can find sequesced repoes of mterest by queryngz Map

Viewer with 2 peae symbol oc acoession zumber You can also identify peses of imeeest by:

o Seaschmg Gene for eeakmelon geses and followang the biok %o Map Viewer
o Searchag the sequence weng BLAST aganst the pesome. Results from @ BLAST sequenie sbgarnent 2an be
dsplayed in Mag Viewer by followieg the Jak in Relared lnformms’ to the nght of the alipassent

| | [ ok b oy *BCATYY i
W N .l ] %] Kl [ 7
2] Mo
Unot faced Thormns mels emeded duse  BCATY) 2B5A, patall el
Lot lacsd FREDICTED: Cocumn meko brmched cham-seme-20d seamormafnm
Unomot glarced PREDICTED: Cocmnan saeho buasched Chas aeno 204 sewsoamafinee
Unsed gheced PREDECTED. Cozsnu sacho bemsched chassems-atid seawcemalinee
Voot gleed FREDCTED: Cocmmm medo bemmched-chamrsmmera0d semsonmaforan
" Lot glaced BOATY - Svmecbed ches meso wd vasus e | citmile
@ o W @ i uw m i

Tre Vo
TRANSCEFT 35 2)

TRANSCRFT RefiogdNA
| TRANSCRET )

GENE ==

Lineage: Eviarpots, Vindiimae; Saestogints, Enfmyopintz, Tracheopiyts; Spemaropiniz. Mumebozint.
Caumu meln

Oocsnts mals 14 an mtertsent rron ueeldunde Croterd rerrens conudere Deress Armersa md adarent sreac in be the

NS

< 5 B
PAG XXIII, 2015 National Center for Biotechnology Information = &

LM




BCAT1 branched chain amino-acid tra i 1, eyt lic [ C is melo
(muskmelion)
Gane © 10METEN. updated on BALG- 2014

® NCEI Map Viewer
Seash
Cuc Aunotation Release 100
Chromosome. Uskuow Gome symibol  BCATY
2. - Gune chmn d 1

Coung: NW_007546281 1 (2ot localized ca the chromoscme) Gaive typo  (riten Coming
GIG2GIMGS O GTGREGY GIO GLI G12 RefSeq status  MOOEL

Query: BCAT! (o] Orgéniern  Cosucius it _ N

aslor Map: Genes On Sequence Summaryof Maos TS HIT Mamosoimts, svacaiesmt, rvei, s Cucitses
MW 7”,2“—7)!”” mmmm Cucurbesune Senncasess Cocumn

%

'}r*‘cﬂilvih"ﬂ!ﬁ-'-wﬂw O Lk E  Descrapton i =i
| e s | LOCI033ET804 + swprdley maseq homseobox peoocin knuomed. | -fike 4 Locaon:  chumesome Ln
| | Exon count: 1Y
Acnatation R
oo Saatus  Aaswermly Chy Locatinn
w00 Cumwt  ASMI1I041 Unglaced HW_007SA628T Y
| COCE_DIQ312040 1) Hcatild {T23606 T2R371)
NW_007546287. 1
LTy [ Ve
. - . —
' . 5

Gaoomic Sequunce:  NW_007526281 uipliced scafobd reference ASHITI 301 Privmary AsGeriaaivie s reaumn dais
Gow nuclectide:  Losphica  CAUIA  Cecblanm

L3 W OATBAGTN 4 TR TIM IS Wl | G3ED - - e, RKuvwr T Otontgre T |0
"ﬂ_l‘L‘ |Fen e ‘4(" e ree

PR w o v et w

BCATI ¢ eprdler mRNA branched chm ammo-acid transamsamse 1. cytosoli D ey oy

|- 1l - — CLON Reieans 10T -
| LOC bk P

- e airam s W R T e R e

4 1 penasinani

B LR R I e ¥ desesovie )

eeeai 0 | —_—

FNA-9] 30 TOYETeDe, Aggregets (filueced, logl scaled),

-

TUA-e3 Ny reads. 7 filvered, 1ogd scelefi, SUNI Cucusis sels Asantetion Peleese &
MfR->eg intron festuter, apyregete (filteced), BODI Cucusis seic Aeartetics Pelcese 100 -
Jootren) S S S i+ vt N vt et G et SR
ey R -1 Orrcond IR
It cre Tete oo W ket
[ Hetewrd @R
Pt - |
tenconl BB

PAG XXIII, 2015 National Center for Biotechnology Information



Finding an ortholog and the genome
context

* Fruit weight QTL
Identified In tomato In
f mel f
1990s PO

* The tomato gene was
cloned in 2000

* Are there fruit weight = 5
orthologs In other crops
such as apple, melon, or
grape?
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= Graphic Summary

=1 Sho

Putative conserved domains have been detected, click on the image below for detailed resuits.
= " ™ e 13 ne "3
4 | | T 1

Quary seq.
Specific hits A

Superfanilies PLACE superfamily

Distribution of 23 Blast Hits on the Query Sequence &

Mouse over 1o see the define, clhick to show alignments

Color key for augnmenl scores
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Query seq.
Specific hits

Superfanilies
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Putative conserved domains have been detected, click on the image below for detailed results.

" ™ I .

[ PLACE superfamily

Distribwution of 23 Blast Hits on the Query Sequence &
Mouse over 10 5ee the define, chick to show alignments |

Color key for alignment scores

BIDownload ~ GenPept Graphics

PREDICTED: cell number regulator 2-like [Cucumis melo]
Sequence ID: reflXP 008464696 1| Length: 150 Humber of Matches: 1

Range 1: 17 to 149 GenPept Graphics axt

Score Expect Method Identities Positives
154 bits(288) 3e-47 Compositional matrix adjust. 69/133(52%) 95/133(71%)

Gaps
1/133(0%])

Query 32 WSTGLCHCFDDPANCLVTSVCPCITEGRISEILNKGITSCGSRGALYCLLG-LIGLESLY
W3+GLC CF D +C T+ CPC+ FGQ SEI+++G+TI5C ++CIL+ T LY
Sbjct 17 W35GLCDCFSIMGSCCCTIWCPCVPFGRASEIIDEGSTSCFGNALIFCLIASFTPCICLY

Query 91 SCFYRSKMRGQYDLEEAPCVDCLVAVFCEPCALCQEYRELKNRGFIMGIGWQANMDRQSR
+C YRS5++E +¥+L+E PC DC VH +C CA+CQEYRELENRGF+M IGW(Q N+ RQ++
Sbjct 77 TC5YRSRLERKYNLEKET PCNDCCVHCWCWICAMCQEYRELKNRGFNMHA T GWQENVORONE

Query 151 GVIMPPYHAGMTIE 143
G+ +FF G +
Sbjct 137 GIEIPFIVFGQME 143

40
76
150

136
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Display Settings: (~] Full Report Send to: (V)

@ Fiters activated: Current only. Clear all to show 1 Items

LOC103502518 cell number regulator 2-like [ Cucumis me/o (muskmelon) ]
Gene ID: 103502518, updated on 9-Aug-2014

~ Summary ?

Gene symbol LOC103502518
Gene description cell number regulator 2-like
Gene type protein coding
RefSeq status  MODEL
Organism  Cucumis melo
Lineage Eukaryota; Viridiplantae; Streptophyta; Embryophyta; Tracheophyta; Spermatophyta; Magnoliophyta; eudicotyledons;
Gunneridae, Pentapetalae, rosids, fabids, Cucurbitales, Cucurbitaceae; Benincaseae, Cucumis

~ Genomic context

Location: chromosome: Un
Exon count: 4

Annotation release Status Assembly Chr Location
100 current  ASM31304v1 (GCE _000312045.1) Unplaced Scaffold NW_007546360.1 (52988..65967, complement)
NW_007546360,1
[ isep Lose70p
LOC1e0%0a%L Y LOCIOIB4 2910 LOCLeOS0 2830
LOCIN 502542 LOCLO050 2519

- Genomic regions, transcripts, and products
Genomic Sequence: NW_007546360 unplaced scaffold reference ASM31304v1 Primary Assembly Go to refarence saquence datalls

Go to nucleotide: Graphics FASTA GenBank

"w S 55 a0 55 ) 4 Lo 4 K 53,400

NW_007546300.1: 561K 53K (3 0Kbp) C - \ ¢1 (e | o Toolss T © Contigum 0 -

"

Ganes, NCBI Cucumlis melo Annotavion Release 100

LOCHRISREELS

10088824 1 > B > = - > -, > (MO TN |
RNA-seq exon coverage, aggregate (filtered, logQgZ scaled), NCBI Cucumis melo Annotation Release 100

RNAmmg intron-sapanning reads, aggregate (filtered, log?Z scoaled), NCBI Cucumis maleo Annotation Relmass 100
RNA-seq intron features, aggregate {(filtered), NCBI Cucumis melo Annotation Releass 100
197

} AQ7LL { - 47— '] }

- Bibllography 3
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Display Settings: (~] Full Report

Send to: |v)

@ Fiters activated: Current only. Clear all to show 1 Items

ene

LOC103502518

~ Summary

Gene symbol
Gene description

Il number regulator 2-like [ Cucumis melo (muskmelon) ]

. updated on 9-Aug-2014

LOC103502518
cell number regulator 2-like

Gene type protein coding
RefSeq status  MODEL
Organism  Cucumis melo
Lineage

Eukaryota; Viridiplantae; Streptophyta; Embryophyta; Tracheophyta; Spermatophyta; Magnoliophyta; eudicotyledons;
Gunneridae, Pentapetalae, rosids, fabids, Cucurbitales, Cucurbitaceae; Benincaseae, Cucumis

~ Genomic context

Location:

chromosome: Un

Exon count: 4

Annotation release

100

Status

Assembly

Chr

Location

current  ASM31304v1 (GCFE _000313045.1) Unplaced Scaffold

[ 2004 p

NW_007546360.1 (52988, 55967, complement)

NW_007546360.1
Loszrop

LOC100%028L Y
LOC10 3502542

- Genomic regions, transcripts, and products

Genomic Sequence: NW_007546360 unplaced scaffold

NW_0075463400.1° 561K 53K (3 OKbp) C -

\ P

"w S 55 a0 55 )

LOCL 0354 2910
LOCL 0050 2519

LOCLOOS0 2830

reference ASM31304v1 Primary Assembly Go to refarence sequaence datalls

Go to nucleotide] Graphics HROTA

7 T TF=totigum (O [ -

4 Lo 4 K 53,400 53 ¥

Ganes,

100858 4 1 > B >

RNA-seq exon coverage, aggregate (filtered,

RNA~meg intzon-sapanning reads, aggregate

RNA-seq intron featuresa, aggregate

) Q71
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Finding ortholog(s)

Map Viewer by text search Sequence viewer by URL

N STPTT—— Cucumis melo unplaced genomic scaffold, ASM31304v1 scaffold00093, whole genome '
sholgun sequence
-_‘ . o
= L - -
T8I Cocumis selc Azgmtetion Jaleass 100
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Finding ortholog(s)

©/Graphic. Summary
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Finding ortholog(s)

©/Graphic. Summary
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Mesangiospermae
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This software/database/presentation is a "United States
Government Work" under the terms of the United States Copyright
Act. It was written as part of the author's official duties as a United
States Government employee and thus cannot be copyrighted. This
software/database/presentation is freely available to the public for
use. The National Library of Medicine and the U.S. Government
have not placed any restriction on its use or reproduction.
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NCBI posters

* POO51: New Developments in the NCBI Eukaryotic
Genome Annotation Pipeline

. &%79|1: Genomic Resources for Arabidopsis Research at
B

* P1105: From Genes to Genomes
e P1109: dbSNP and dbVAR

 P1112: Improving the Flow of Data to NCBI Sequence
Repositories, SRA and GenBank

 P1115: Annotation of Laurasitheria Genomes by NCBI
* P1120: NCBI Resources for Plant Genomics
* P1142: Sequence Viewer and Genome Workbench
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